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Abstract
The presence of Early and Middle Stone Age human remains and associated archeological artifacts from various sites
scattered across southern Africa, suggests this geographic region to be one of the first abodes of anatomically modern
humans. Although the presence of hunter-gatherer cultures in this region dates back to deep times, the peopling of
southern Africa has largely been reshaped by three major sets of migrations over the last 2000 years. These migrations have
led to a confluence of four distinct ancestries (San hunter-gatherer, East-African pastoralist, Bantu-speaker farmer and
Eurasian) in populations from this region. In this review, we have summarized the recent insights into the refinement of
timelines and routes of the migration of Bantu-speaking populations to southern Africa and their admixture with resident
southern African Khoe-San populations. We highlight two recent studies providing evidence for the emergence of fine-scale
population structure within some South-Eastern Bantu-speaker groups. We also accentuate whole genome sequencing
studies (current and ancient) that have both enhanced our understanding of the peopling of southern Africa and
demonstrated a huge potential for novel variant discovery in populations from this region. Finally, we identify some of the
major gaps and inconsistencies in our understanding and emphasize the importance of more systematic studies of
southern African populations from diverse ethnolinguistic groups and geographic locations.
Introduction
Large-scale migrations and admixture have played a key role
in shaping the genetic diversity of southern African people.
We recognize that there are several ways of defining south-
ern Africa as a geographical region and here our definition
includes the five southernmost countries of the continent—
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as well as three countries, Angola, Zambia and Malawi, that
form the border between southern Africa and Central Africa.
Paleoanthropological evidence establishes the presence of the
genus Homo for the last 2 million years and anatomically modern
humans from 120 thousand years ago (kya) in this geographic
area (1). The southern African archeological and rock art record
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wide-spread presence of a hunter-gatherer culture, with sim-
ilarities to the modern-day southern African hunter-gatherer
cultures (2–4). Although represented by rather small populations
(often bands of less than 60 people), the present day hunter-
gatherer populations from southern Africa, referred to as San
communities, still live across a large geographic area that ranges
from the Northern Cape Province of South Africa, large parts
of Namibia, Botswana, southern Angola and southwestern Zim-
babwe (5). The pronounced genetic differences, ancient popula-
tion split estimates within various San groups and historical and
archeological records attest to their once widespread distribu-
tion across the southern African landscape (6–10). The Khoekhoe
herder communities and San hunter-gatherer communities are
often referred to together with the term ‘Khoe-San’ and in accor-
dance with their immense genetic diversity have been discussed
in an independent review in this issue.
Genetic evidence suggests that the migrations of three dis-
tinct groups of people in the last 2000 years had a large impact
on the genetic diversity of the region (11,12). The first migration
involved a small group of pastoralists from East Africa. This
small immigrating population was eventually assimilated by
local southern African San hunter-gatherer groups, resulting in a
new population that was ancestral to the present day Khoekhoe
herder populations (6,13–17). This migration was closely fol-
lowed by the second set of migrations, which involved a large
scale movement of Bantu-speaker farmers with a West African
origin. The third and final major migration into southern Africa
dates back to over the last four centuries. In addition to the
arrival of several waves of colonial settlers from Europe, slave
trade across the Indian Ocean also introduced ancestries from
South Asia, East Asia and Madagascar (18). Subsequent admix-
ture between these settlers, and between them and the local
populations, gave rise to complex patterns of genomic admix-
ture in some regions of southern Africa (15,18–22).
Today 90% of residents of southern Africa are Bantu-
speakers, however, genome-wide studies of populations from
this region have been largely focused on Khoe-San hunter-
gatherers and admixed populations (15,19,22–26). Moreover,
the Bantu-speaker ethnolinguistic groups that were covered
in these initial studies were largely from only a few countries,
such as South Africa (15,21,27,28), Namibia and Botswana
(15,25,26) (Table 1) which has not allowed for a comprehensive
reconstruction of the events and timelines for migration
and admixture in this region. However, in the last few years
there have been several investigations into the genetics of
southern African Bantu-speaking ethnolinguistic groups using
population-scale genomic datasets (Table 1). Although genetic
contributions from early pastoralists and later European settlers
form a critical component of southern African genetic diversity,
in this review, we focused on the recent insights from genome
wide data into the migration and admixture of Bantu-speakers
in southern Africa.
Routes of Bantu-Speaker Migrations
in Southern Africa
The Bantu-expansion began around ∼ 5–4 kya in West Africa
(29,30), however, the initial phases of this expansion (5–2.6 kya)
were slow and confined to West-Central Africa. Most hypotheses
about the Bantu-expansion routes are based on linguistics and
archeology, however, archeological and linguistic inferences do
not agree on several aspects (9,30–33). The linguistic ‘late-spilt’
model, which proposes that climate change-induced corridors
through the Central African rainforest (∼2.6–2.4 kya), facilitated
rapid eastward and southward expansions, are supported by
recent linguistic and genetic studies (32,34–37). After migrating
south of the rainforest (probably somewhere around present-
day Eastern DRC or Angola), the Bantu-speakers separated into
two groups (36,38). One of these groups expanded eastward,
whereas the other moved directly south giving rise to the genet-
ically (15) and linguistically (35) distinguishable South-Eastern
Bantu-speaker (SEB) and South-Western Bantu-speaker (SWB)
populations, respectively. The SEB group that migrated eastward,
after reaching present day Zambia, probably again split into two
branches, one continued eastward while the other moved South–
East (38). However, studies based on a different set of popu-
lations, suggested the southward movement of groups could
have been initiated after reaching Malawi (39). The archeolog-
ical record does not overlap with all aspects of the linguistic
based hypotheses indicating that the expansion of the Bantu-
speakers across southern Africa, instead of being a single large-
scale movement, likely occurred in different phases (30,40,41).
The first arrival of Bantu-speaking agro-pastoralists in southern
Africa is estimated to be around 2 kya (9,31,40,42).
Admixture of Bantu-Speakers with Resident
Hunter-Gatherer Populations
The study of admixture patterns in Bantu-speaker groups from
southern Africa is complex and underlined by the presence of
rain forest forager (RFF) gene-flow in some groups, Khoe-San
in others, or their absence in yet other groups (Fig. 1, Supple-
mentary Material, Table S1) (15,21,26,28,36–39,43–45). In addition,
the extent of the gene-flow also varies considerably between
the SEB groups clearly differentiating them from one other. For
example, the Khoe-San ancestry levels vary from >20% in the
South African Tswana and Sotho to only around 3% in the Chopi
and Tswa from south Mozambique, whereas central and north
Mozambican populations, Zambian and Malawian populations
have no admixture signals with Khoe-San (16,37–39,46) (Fig. 1).
The differential admixture patterns have enabled the delin-
eation of a broad timeline for the movement of Bantu-speakers
into and within southern Africa (Fig. 1, Supplementary Mate-
rial, Table S1). The timelines for Khoe-San admixture, irrespec-
tive of geography, date back within the last 1500 years. More-
over, while some of the studies (37,45) suggest the existence of
local clines, neither overall admixture proportions nor admix-
ture dates show any clear east to west or north to south cline
across the broader geographic region (Fig. 1). Interestingly, the
populations that show the least admixture, irrespective of geog-
raphy, were also found to have the deepest admixture dates
(Fig. 1). More careful investigations would be required to test
whether these dates correspond to historical events or reflect
limitations of dating techniques in scenarios of very low admix-
ture levels. Moreover, the use of different techniques [such as
GLOBETOTTER (47) in some and ALDER/MALDER (48) in others],
parameters and proxy populations for dating admixture also
do not allow for a direct comparison of the estimates from
independent studies.
Among the southern African Bantu-speaker populations,
those currently living in Angola are the only group to harbor
considerable RFF admixture. The absence of clear RFF admixture
in all other Bantu-speaker groups suggests that these groups
passed through the rainforest without any major admixture
with local groups. Several alternative scenarios, such as the RFF
ancestry having been introduced to Angola from Central-Africa
after the initial phase of Bantu-expansion, or that current-day
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Table 1. List of major genomic studies on southern African Bantu-speakers
Study Country of origin Sample size Bantu-speaker groupsa
Genotype array
Schlebusch et al. (2012) Namibia 12 Herero (South-Western Bantu-speakers)
South Africa 20 South-Eastern Bantu-speakers
Pickrell et al. (2012) Namibia 10 Owambo (5), Himba (5)
Zambia 4 Mbukushu (4)
Botswana 10 Tswana (5), Kgalagadi (5)
May et al. (2013) South Africa 94 South-Eastern Bantu-speakers
Peterson et al. (2013) South Africa 15 amaXhosa
Chimusa et al. (2015) South Africa 86 Sotho (25), Xhosa (36), Zulu (25)
Namibia 25 Herero
Gurdasani et al. (2015) South Africa 86 Sotho
South Africa 100 Zulu
Busby et al. (2016) Malawi 100 Chewa
Patin et al. (2017) Angola 42 Kimbundu (17), Kongo (10), Ovimbundu (15)
Montinaro et al. (2017)b South Africa 8 Sotho
Namibia/Angola 17 Kwangali (7), Owambo (10)
Angola 8 Mbukushu
Semo et al. (2019) Mozambique 200 Mwani (5), Yao (20), Makhuwa (19), Nyanja (16),
Sena (20), Manyika (15), Ndau (18), Tswa (6), Bitonga
(17), Changana (9), Chopi (13), Ronga (3)
Angola 39 Umbundu (20), Ganguela (6), Nyaneka (13)
Sengupta et al. (2020) South Africa 4319 Pedi (1065), Sotho (366), Swazi (126), Tsonga (1644),
Tswana (242), Venda (73), Xhosa (177), Zulu (626)
Whole genome and exome sequencing
Gurdasani et al. (2015) South Africa 100 Zulu
Mallick et al. (2016) Botswana or Namibia 4 BantuHerero (2) and BantuTswana (2)
Choudhury et al. (2017) South Africa 16 Sotho (8), Xhosa (8)
Bergström et al. (2020) South Africa 8 Bantu SouthAfrica
Choudhury et al. (2020) Botswana 48 Multiple Bantu speaking groups
Zambia 41 Multiple Bantu speaking groups
Retshabile et al. (2018) Botswana 164 18 Bantu-speaking groups
Ancient genomesc
Schlebusch et al. (2017) South Africa 7 Time-period (∼ 2000–300 BP)
Skoglund et al. (2017) South Africa 3 Time period (1200–2000 BP)
Malawi 7 Time period (2500–8100 BP)
Wang et al. (2020) Botswana 4 Time period (900–1400 BP)
aOnly Bantu-speaker ethnolinguistic groups from each study are shown.
bIncludes data from Gonzalez-Santos et al. (2015).
cIncludes all samples irrespective of their possible linguistic affiliation or lifestyle.
not mix with RFF, are also possible. The RFF admixture dates
also vary quite widely from ∼70 generations in Kango to 18
generations ago in Ovimbundu (36).
The Khoe-San admixture in SWB reported in two studies
(36,39) seems to be much more recent (∼12.94 generations ago)
compared with that for all other SEB groups. In contrast, Khoe-
San admixture dates for SWB in another study (10) is comparable
to some of the older dates (∼40 generations ago) observed for SEB
groups. In-depth analysis of admixture dates from other SWB
groups would be required to determine if the migration along
the west was a much slower process and also if it involved two
distinct waves of migration.
Population Structure within South-Eastern
Bantu-Speakers
Despite a relatively recent shared history, more than 25 inde-
pendent SEB languages are spoken across southern Africa. For
example, just within the boundaries of present day South Africa,
more than 10 different SEB languages are spoken in a somewhat
geographically stratified manner. Similarly, several different SEB
languages are spoken each in Mozambique and Botswana. The
possibility that some of these linguistic differences are paral-
leled by differences in the genetic variation of SEB speakers
from South Africa was first proposed by Lane and colleagues
almost two decades ago (49). Although studies conducted using
population-scale genome-wide genotype data did not explic-
itly replicate this initial observation, a careful scrutiny of the
results from some of these studies that included multiple SEB
groups supported the possibility of the presence of a fine-scale
population-structure (21,28,43). The Southern African Human
Genome Programme pilot study (43) was the first study to rein-
force the possibility of population structure within the SEB.
These studies also indicated that differential Khoe-San gene-
flow into various SEB ethnolinguistic groups might play a major
role in the genetic differentiation of these groups.
Based on a large study of more than 5000 SEB speakers,
Sengupta et al. (45) provided compelling evidence for a fine-
scale population structure within the southern African SEB-
speakers. The study not only demonstrated a clear correlation
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Figure 1. Hunter-gatherer (Khoe-San and RFF) admixture and ancestry in Bantu-speaker groups from southern Africa. The pie charts corresponding to each population
show Bantu-speaker ancestry in grey, Khoe-San in blue and RFF ancestry in green. The numbers in parenthesis below population names represent the corresponding
admixture dates in terms of generations using GLOBETROTTER. Admixture dates inferred using MALDER are indicated by a ‘∗’. The geographic positioning of groups
within a country is only indicative and might not correspond to the actual location of sampling. Please see Supplementary Material, Table S1 for further details.
correlation between genetic variation and the geographic spread
of the populations. Another interesting result from the study
was the persistence of fine-scale population structure even after
masking of Khoe-San ancestry suggesting that the structure
is not just a consequence of differential admixture but also
reflects intrinsic differences in demographic history of various
SEB groups. Similarly, the study of Semo et al. (37), also reported
notable differences in levels of Khoe-San admixture, which was
found in southern but not in more northern SEB groups from
Mozambique. They furthermore, detected a clear south bound
decline of genetic diversity in SEB across Mozambique. These
findings are consistent with a serial founder model of the move-
ment of SEB from north to south across the country.
Nature of Interaction Between Khoe-San
and Bantu-Speakers
A clear sex-bias in ancestral contributions to a recently admixed
population may provide clues to the prevailing social dynamic
when the admixture between two populations occurred. For
example, higher proportions of mitochondrial or X-chromosome
ancestry from one of the groups suggests that more women
from that particular group contributed to the genetic variation in
subsequent generations compared with the male ancestors from
that group (50). This could hint at scenarios where social dom-
inance interactions are at play between admixing populations.
The mitochondrial and Y chromosome proportions in SEB have
shown the interaction among the Khoe-San and Bantu-speakers
to be female biased for the former and male biased for the
later (43,51–56). Although a recent study based on X-autosome
ancestry comparison confirmed this trend, the extent of Khoe-
San maternal bias was observed to be highly variable among the
SEB groups (45). This suggests that despite an overarching trend
of male-biased gene-flow from Bantu-speakers into the Khoe-
San and female biased gene-flow from Khoe-San into the Bantu-
speakers, these interactions were strongly influenced by locally
defined factors that were unique to each of these interactions.
This is in agreement with findings from uniparental marker
based studies that show prevailing cultural practices and social
structures (matrilineal and patrilineal) could influence such
interactions (57–59).
Whole Genome Sequence Based Investigation
of Southern African Populations
Khoe-San populations, in accordance with their unique and
pronounced diversity and ancient divergence from other pop-
ulations, harbor a large number of novel (previously uniden-
tified) variants (8,60,61). Interestingly, despite a rather recent
separation of SEB from other Bantu-speaker populations, several
sequencing-based studies have also shown a high rate of novel
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sequencing study in a population from Botswana identified
∼15% of the detected variants to be novel (44). A recent study
showed a strong correlation between Khoe-San admixture pro-
portions and novel variant detection rate, providing a possible
rationale for an overall higher novel variant discovery rate in SEB
populations (38).
Insights from ancient genomes
A study that sequenced the nuclear genomes of seven ancient
southern African individuals, three dating to the Later Stone
Age ∼2 kya and four dating to the Iron Age (300–500 years
ago), found that the Later Stone Age individuals were related to
current-day Khoe-San hunter-gatherer individuals and the Iron
Age individuals to current-day South African BS (thus containing
West African ancestry) (6). This study confirmed large-scale
population replacement in southern Africa, where Later Stone
Age ancestors of the Khoe-San hunter-gatherers were replaced
by incoming Bantu-speaking farmer groups of West African
genetic ancestry, introducing the Iron Age into the region. In
a follow-up investigation of the Iron Age genomes analyzed
in the context of a high-resolution dataset of South African
Bantu-speaking ethno-linguistic groups, it appeared that the
two older Iron Age genomes were more related to Tsonga and
Venda groups, whereas the two younger genomes were more
related to Nguni speakers (45). This finding further supports
a possible multi-stage process, with several waves of migra-
tions, during the expansion of Bantu-speakers into Southern
Africa.
South African Bantu-speakers received substantial amounts
of gene-flow from local Khoe-San hunter-gatherers. The ancient
Iron Age genomes showed slightly less admixture compared
with most current-day populations from the region (6) and,
although based on only a few samples, suggest increasing
admixture over time. Interestingly, further north, the Bantu-
expansion seemed to have had different demographic dynamics
in terms of interaction between hunter-gatherers and incom-
ing farmers. Current-day populations from Malawi (16) and
Mozambique (37) show little to no admixture with hunter-gather
groups that likely occupied the area before the Bantu-expansion.
These findings indicate that the diffusion of Bantu languages
and culture throughout sub-equatorial Africa was a complex
process and the admixture dynamics between farmers and
hunter-gatherers played an important role in creating patterns
of genetic diversity. A recent ancient DNA-based study, that
included samples from Botswana, further showed evidence
that confirms that the movement of East-African pastoral
populations into southern Africa predates the movement of
Bantu-speaking farmers into the region (62). Further ancient
DNA studies and better coverage of sub-equatorial Africa in
terms of modern-day populations are needed to clarify the
demographic dynamics, migration routes and interactions
during the Bantu-expansion.
Future perspective
Against the backdrop of immense genetic diversity and com-
plexities in the interactions of diverse ancestries that are emerg-
ing from recent studies, the currently available data provides
only a fragmented view of the genomic landscape of the south-
ern African subcontinent. As the Bantu-expansion involved
differential admixture with the Khoe-San, the dating of
admixture between the migrant Bantu-speaker and resident
Khoe-San could be helpful in uncovering the details of this
migration. The available timeline for admixture dating is limited
and in some cases not comparable across studies because of the
use of different datasets, multiple dating methods and varying
sample sizes. Studies based on more inclusive populations, with
harmonized datasets and uniform methodological approaches
could enable the generation of a congruent timeline of major
migration and admixture events. The availability of population
level genomic data from Zimbabwe, and large-sale datasets for
more ethnolinguistic groups from Namibia, Botswana, Zambia
and Angola would also be valuable in generating a more robust
granular route map and timeline of Bantu-migrations across
this region. The sequencing of more ‘ancient genomes’ from the
geographic region would also enable testing and refining of the
models. A better characterization of Eurasian ancestry among
various southern African populations including partitioning of
their source into recent Eurasian gene-flow and older gene-
flow via the Indian ocean, specifically in Mozambique and
South Africa, could also yield valuable information on hitherto
unknown migration and admixture events. Finally, the large
number of novel variants and divergent gene-flow patterns
also underline the necessity of studying a wider variety of
southern African populations using whole genome approaches
and the importance of their inclusion in reference panels and
databases.
Conclusions
The spread of Bantu-speaking groups from their West African
homeland, across sub-equatorial Africa was a complex process.
It likely involved both rapid and gradual expansions and
multiple distinct waves. A significant feature of the dispersal
of Bantu-speaking populations across southern Africa has
been its accompaniment of a bidirectional gene-flow with
local populations in certain regions, whereas in other regions
there are limited to no admixture and a complete population
replacement seems to be the most plausible explanation.
Especially more towards the south, substantial Khoe-San
ancestry was introduced into the SEB and SWB, and there is
Bantu-speaker ancestry present in many (but not all) present-
day Khoe-San populations. The variability of the Khoe-San
admixture in the SEB and SWB groups, both in terms of
ancestry proportions and estimated time for admixture are
starting to contribute to hypotheses on the dynamics of the
Bantu-expansion in southern Africa. Ancient genomes from the
Southern African Iron age, on the other hand, have the potential
to provide additional temporal evidence for benchmarking the
migration, settlement and admixture timelines. Accumulating
evidence is suggesting that differential Khoe-San admixture
along with distinctive demographic histories have resulted in
a fine-scale population-structure among SEB groups. Cautious
sampling and appropriate statistical approaches are therefore
required for studies on the genetic architecture of complex
diseases and traits in southern African populations. Future
genetic studies on ancient and modern southern African
genomes, together with inferences from the archeological and
linguistic fields will continue to clarify the complexities of the
expansion of Bantu-speaking farmers into the southern region
of the continent.
Supplementary Material
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